Understanding the events in early tuberculosis disease will facilitate the development of novel 33 tests to predict disease progression and interventions to prevent it. Blood 
spread, had the smallest infiltrate with amongst the lowest metabolic activity in lesion or lymph node by FDG uptake (SI Appendix, Table S1 ). In 27 participants seen at 6-month follow-up 184 after receiving either IPT or standard TB therapy the subclinical and latent groups became 185 indistinguishable by transcriptional signature (Figure 1b) .
187
To examine if abundance of these transcripts altered as subclinical disease activity increased we 188 investigated the association of metabolic activity by FDG uptake with transcript abundance.
189
Participants with subclinical TB were further divided into two categories; five participants 190 showing intense FDG uptake (Visual score (VS) =3) within lung parenchyma or central lymph 191 nodes and five participants with less intense FDG uptake (VS=0-2) (SI Appendix, Table S1 ). To identify biological processes common to subclinical and active TB, pathway analysis was 
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